. The classification trees used for the tumor datasets. Note that the trees are similar and reflect known biology. Small differences can arise due to a limited number of reference cells available (e.g. just 14 NK reference cells in the Melanoma classification tree). In the Melanoma and Head-Neck datasets, respectively 54% and 74% of the cells labeled as malignant cells classify to the node above cancer associated fibroblasts and endothelial. Figure S6 . t-SNE plots coloured by the normalized expression of the gene indicated. Rows of the panels: the data classified, as indicated; columns: gene whose expression is shown. In the Pancreas1 publication the RGS5 gene was used as a marker for quiescent stellate cells whereas PDGFRA was used as a marker for activated stellate cells. The Pancreas2 dataset only has expression of PDGFRA, not of RGS5. B2M  ACTB  ANXA2  TMSB4X  TMSB10  KRT7  S100A11  ITGB1  KRT8  CD59  ACTN4  S100A6  TAGLN2  SAT1  S100A10  PKM  MYL6  CFL1  SOX4  FLNA  CALM2  CD63  TNFRSF12A  APLP2  LAMC2  RAC1  GRN  PFN1  MYH9  ANXA5  APP  PPDPF  JUP  MUC1  SRP14  SPTBN1  RTN4  MYL12B  TPM4  LITAF  SH3BGRL3  MDK  ANXA11  TUBA1A  HSP90AA1  BACE2  CELA3A  CTRB2  CTRB1  PRSS1  CPA1  REG1B  CLPS  CELA3B  PLA2G1B  SPINK1  CELA2A  CPB1  CTRC  CPA2  PNLIP  PRSS3  PNLIPRP1  GP2  KLK1  EEF1B2  PNLIPRP2  CELA2B MT1G CTRL 0 6.88 norm. expr. Heatmap showing the normalized expression of genes used by CHETAH to calculate this profile score. Only the genes that correlate, or anti-correlate more than 0.5 with this profile score in these populations are shown. Rows are genes, columns are cells. The columns are sorted by the duct cell profile score which is shown above the heatmap. For the heatmap with all genes annotated see Figure S7 . Note: both CHETAH and scmap have difficulty classifying the alpha cells of one of the donors (as identified in the original publication, here indicated by ' ' in panel A) as they have an unusually low expression of the relevant markers.
